Introduction {#s0005}
============

Fibroblast growth factor receptors (FGFRs) play several roles in the control of cell proliferation, cell differentiation, angiogenesis, development and survival [@bb0005]. While the FGFR pathway was initially studied as a promoter of tumor angiogenesis with synergistic effects on the vascular endothelial growth pathway [@bb0010], recent studies have suggested that the pathway is involved both as an escape mechanism from anti-angiogenic therapy [@bb0015] and as a driving oncogene in certain tumors [@bb0020], [@bb0025]. De-regulation of the FGFR pathway has been shown to induce tumor cell growth and to maintain the malignant properties of cancer cells. Alterations of the FGFR pathway in cancer include: gene amplification with receptor over-expression, *FGFR* mutations with constitutive active receptor or reduced dependency on ligand binding, translocation to produce FGFR fusion proteins with constitutive kinase activity, alternative FGFR splicing leading to a different but broader ligand specificity and up-regulation of the FGF expression with subsequent paracrine/autocrine activation of the pathway [@bb0030], [@bb0035], [@bb0040]. The dependency on FGFR pathway has been reported in different human malignancies [@bb0045], [@bb0050]. Amplification of *FGFR1* has been reported in breast cancers (\~10%) [@bb0055], [@bb0060], ovarian cancers (5%), lung squamous cell carcinomas (\~20%) and lung adenocarcinomas (\~3.5%) [@bb0065], [@bb0070], [@bb0075]. Approximately 5% of gastric cancers have been reported to bear *FGFR2* amplification [@bb0080]. *FGFR2* mutations occurs in about 12% of endometrial carcinoma. Up to 80% of low-grade and 20% of high grade bladder cancer harbor activating mutations in *FGFR3* [@bb0085], [@bb0090].

The inhibition of the aberrant FGFR pathway in cancer models by anti-FGFR antibodies and/or small molecules has been shown to have robust antitumor effect [@bb0020]. Several multitarget tyrosine kinase inhibitors in clinical development, originally identified as ATP competitors of the vascular endothelial growth factor receptor (VEGFR) family, have been shown to have activity against one or more FGFRs in preclinical models (for an updated review see (4)): nintedanib [@bb0095] brivanib [@bb0100], dovitinib [@bb0105], [@bb0110] and ponatinib [@bb0115]. Recently, more specific FGFR inhibitors lacking significant activity against VEGFR have been synthesized and are under clinical investigation: AZD4547 [@bb0120], [@bb0125], LY2874455 [@bb0130], NVP-BGJ398 [@bb0110], [@bb0115], [@bb0135] and JNJ-42756493 [@bb0140].

Lucitanib is a novel small molecule that selectively binds VEGFR1-3, PDGFRα/β and FGFR1-3 tyrosine kinases in biochemical assays with Kd \<100 nM [@bb0145]. The phase I/II clinical study of lucitanib demonstrated 4 confirmed and 2 unconfirmed objective RECIST responses among 12 breast cancer patients with FGF-aberrant (*FGFR1* and/or *FGF3/4/19* gene amplified) tumors. Objective RECIST responses were also observed in patients anticipated to benefit from antiangiogenic agents (e.g., renal cell carcinoma and thyroid cancer patients) [@bb0150].

We report here the *in vitro* and *in vivo* anti-FGFR activity of lucitanib using a panel of cell lines with aberrant or wild-type (wt) FGFR1-2 pathway. In addition, a comprehensive pharmacokinetic profile of the drug in *in vivo* models is presented.

Materials and Methods {#s0010}
=====================

Cell Lines and Drug Treatment {#s0015}
-----------------------------

Ten non-small cell lung cancer (NSCLC) cell lines (H1299, H1975, H2342, H1650, H358, A549, H2228, H23, H1581, H520), one small cell lung cancer (SCLC) cell line (DMS114), three gastric (KATOIII, SNU16, MNK45) and three endometrial (HEC1A, MFE296, AN3CA) cancer cell lines were maintained in RPMI supplemented with 1% glutamine and 10% fetal bovine serum (FBS). Human umbelical vein cells (HUVEC) were maintained as monolayer in MCDB131 medium supplemented with 20% (v/v) FBS, 1% (v/v) L-glutamine, 5 Units/ml Heparin and 50 μg/ml endothelial cell growth factor (ECGF) using culture flasks or plates pre-coated with 1% (v/v) gelatine. All cell lines were obtained from the American Type Culture Collection and their authentication was carried out by the authors within the last 6 months.

Lucitanib was dissolved in DMSO in a stock solution of 10 mM and stored at −20 °C. All cell lines were treated with a range (0.01 to 50 μM) of lucitanib concentrations in 96-well plates 48 hours after seeding. A cell viability assay (CellTiter MTS, Promega, Italy) was performed 72 hours after treatment. Quantitation of fluorescence was measured at 490 nm in a microplate reader (Infinite M200, TECAN) after 2 hours of incubation with MTS ((3-(4,5-dimethylthiazol-2-yl)-5-(3- carboxymethoxyphenyl)-2-(4-sulfophenyl)-2H--tetrazolium) according to manufacturer\'s instruction. The efficacy of the treatment (half maximal inhibitory concentration, IC~50~) was calculated by CalcuSyn Software (Biosoft, Cambridge, UK).

Molecular Analyses {#s0020}
------------------

DNA from lung cancer cell lines was extracted using the Maxwell 16 Cell DNA Purification Kit (Promega, Milan, Italy). The *FGFR1* and *FGFR2* gene copy numbers were assessed using a TaqMan Copy Number assay (no Hs00241111 and Hs01552926 respectively, Applied Biosystems, Monza, Milan). *RNAseP* copy number was used as reference gene. The PCR was carried out in 96-well plates with a reaction volume of 15 μL containing 10 ng of DNA, TaqMan Genotyping Master Mix (Applied Biosystems), primers and probes specifically designed for copy number analysis (Applied Biosystems). Thermal cycle conditions were 95°C for 10 minutes and 40 cycles of 95°C for 15 seconds and 60°C for 1 minute. Data were analyzed using the Copy Caller 2.0 Software (Applied Biosystems).

Real Time (RT)-PCR was used for relative quantification of *FGFR1*, *FGFR2* and *FGF2* mRNA. Total RNA from human umbilical vein/vascular endothelium HUVEC and lung cancer cell lines was purified with the SV40 Total RNA Isolation System (Promega) and reverse transcribed with the cDNA Archive Kit (Applied Biosystems). *FGFR1*, *FGFR2*, *FGF2*, and *ACTB* expression was detected using TaqMan assays (Applied Biosystems). Reactions were run in a total volume of 20 μL containing 8 ng of cDNA with TaqMan PCR Master Mix, following the manufacturer\'s instructions (Applied Biosystems). All the data were normalized to ACTB, and data are expressed as fold increase over the normalized value of HUVEC cells.

Two-Parameter Flow Cytometry Analysis: DNA Content and FITC-Conjugated dUTP {#s0025}
---------------------------------------------------------------------------

DNA fragmentation during apoptosis was detected by the TdT-mediated dUTP nick-end labeling technique (TUNEL), which uses terminal deoxynucleotidyl transferase (TdT) to catalyze the binding of FITC-conjugated dUTP to DNA strand breaks. DMS114 and H1299 cells treated either with DMSO or with the corresponding lucitanib IC~50~ doses, were fixed at different time points after treatment, washed in PBS and permeabilized for 2 minutes on ice in 0.1% Triton X-100, 0.1% sodium citrate. The cells were washed, re-suspended in 50 μL of TUNEL reaction mixture (Roche, Mannheim, Germany) containing dUTP-FITC and TdT, and incubated for 90 minutes at 37 °C in the dark. After that, the samples were washed and re-suspended in 1 μg/ml propidium iodide plus 25 μL of 1 mg/ml RNAse in water and incubated overnight at 4 °C.

Western Blotting {#s0030}
----------------

Protein extraction and Western Blot were performed as previously described [@bb0155]. Anti-Phospho(Y653/654)-panFGFR, anti-FGFR1, anti-FGFR2, anti-Phospho(Y436)FRS2, anti-Phospho(T202/Y204)ERK1/2 and anti-ERK1/2 antibodies were purchased from Cell Signaling (Danvers, MA), while anti-FRS2 antibody was purchased from R&D systems (Minneapolis, MN). Secondary anti-rabbit and anti-sheep HRP-conjugated antibodies were from Cell Signaling and Santa-Cruz Bio-technology (Santa-Cruz, *CA*) respectively.

Xenograft Models {#s0035}
----------------

Female NCr-nu/nu mice (6 weeks old) were obtained from ENVIGO RMS srl (Correzzana, Italy). They were maintained under specific pathogen free conditions, housed in isolated vented cages, and handled using aseptic procedures. The IRCCS-Istituto di Ricerche Farmacologiche Mario Negri adheres to the principles set out in the following laws, regulations, and policies governing the care and use of laboratory animals: Italian Governing Law (D. lg 26/2014; Authorization n.19/2008-A issued March 6, 2008 by Ministry of Health); Mario Negri Institutional Regulations and Policies providing internal authorization for persons conducting animal experiments (Quality Management System Certificate -- UNI EN ISO 9001:2008 -- Reg, No.6121); the NIH Guide for the Care and Use of Laboratory Animals (2011 edition) and EU directives and guidelines (EEC Council Directive 2010/63/UE). The Statement of Compliance (Assurance) with the Public Health Service (PHS) Policy on Human Care and Use of Laboratory Animals was recently reviewed (9/9/2014) and will expire on September 30, 2019 (Animal Welfare Assurance \#A5023--01). H1581, DMS114, H1299, MFE296, SNU16, MNK45 and HEC1A tumors were subcutaneously transplanted into the flanks of nude mice as fragments. Mice were randomized when the average tumor size was 200--250 mm^3^ (n = 8--10 per group), to receive lucitanib given orally at the dose of 2.5, 5, 10 or 20 mg/kg daily or vehicle (Methocel 0.5%) for 30 days. Tumor growth was measured twice weekly with a Vernier caliper, and the tumor volumes (mm^3^) were calculated as follows: (length \[mm\] × width \[mm\]^2^)/2. Tumor growth data were expressed as the mean ±  SEM. Treatment efficacy was expressed as best tumor growth inhibition \[%T/C = (median volume of treated tumors/median volume of control tumors) × 100\]. Animals were euthanized when primary tumor volume exceeded 10% of body weight, evaluated the same day.

Lucitanib Pharmacokinetics {#s0040}
--------------------------

Pharmacokinetic sampling was performed after 12 daily repeated lucitanib oral administrations (qdx12) in different xenograft models at several time intervals after dosing. Blood samples were collected at 4 and 24 hours post-dose for H1299 and DMS114 tumor bearing mice receiving daily doses of 2.5, 5, 10 and 20 mg/kg. Blood samples were collected at 4 hours and 24 hours post-dose for H1581 tumor bearing mice treated at 2.5, 5, 10 and 20 mg/kg daily doses and specifically for the 5 and 20 mg/kg doses, additional samplings were performed at 1, 2, and 8 hours post-treatment. Three to four mice were used per time-point; animals were anesthetized with isoflurane, blood was drawn into heparinized tubes from the retro-orbital plexus, centrifuged 10 min at 4000 rpm at 4 °C and plasma was separated and stored frozen at −20 °C. Mice were sacrificed by cervical dislocation and tumor samples were removed, snap-frozen and stored at −20 °C. Plasma and tumor concentrations of lucitanib after repeated oral doses were measured by LC--MS/MS analysis, as previously reported [@bb0160], [@bb0165]. The lower limit of quantification of the method was 2 and 5 ng/ml lucitanib in plasma and tumors, respectively. The tumor-to-plasma lucitanib concentration ratio was calculated in mice sacrificed at 4 and 24 hours post-dosing. Data are expressed as μM concentration (mean ± standard deviation).

Results {#s0045}
=======

*FGFR1* Amplified or *FGFR2* Amplified or FGFR2 Mutated Cancer Cell lines are Preferentially Sensitive to Lucitanib *In Vitro* {#s0050}
------------------------------------------------------------------------------------------------------------------------------

The present studies were undertaken to investigate lucitanib cytostatic/cytotoxic activity in *FGFR1/2* deregulated cell lines. A panel of 17 cancer cell lines (11 lung, 3 endometrial, and 3 gastric cancer cell lines) was characterized for *FGFR1/2* gene copy number, *FGFR1/2* and *FGF2* mRNA levels and mutational status of *FGFR2*, *TP53* and *KRAS* ([Table 1](#t0005){ref-type="table"}). Gene amplification was defined positive when the gene copy number was higher or equal to 4. All *FGFR1* amplified lung cancer cell lines (DMS114, H1581, H520) overexpressed *FGFR1* mRNA ([Table 1](#t0005){ref-type="table"}). On the contrary, *FGFR1* non-amplified lung cancer cell lines did not overexpress *FGFR1* mRNA. *FGFR1* mRNA fold increase correlated with *FGFR1* gene copy number ([Supplementary Figure 1](#ec0005){ref-type="supplementary-material"}*A*). *FGFR1* amplified and *FGFR2* amplified or mutated cancer cell lines were markedly more sensitive to lucitanib treatment (IC~50~s of 0.045--3.16 μM) than the respective tumor type cell lines with wt *FGFR1* and wt *FGFR2* (IC~50~s of 3--23 μM) ([Figure 1](#f0005){ref-type="fig"}). In lung cancer cell lines, lower IC~50~ values were associated with higher FGFR1 gene copy number ([Supplementary Figure 1](#ec0005){ref-type="supplementary-material"}*B*).Table 1Molecular Characteristics of the Cancer Cell LinesTable 1Cell LineTypeGene Copy NumbermRNAMutational StatusFGFR1FGFR2FGFR1FGFR2FGF2FGFR2KRASTP53H1299NSCLC120,580,903,79wtwtwtH1975NSCLC110,051,56UndeterminedwtwtR273HH2342NSCLC110,022484,320,09wtwtY220CH1650NSCLC240,14418,316,27wtwtnaH358NSCLC110,0172,74UndeterminedwtG12CwtA549NSCLC220,8616,284,35wtG12SwtH2228NSCLC210,590,818,64wtwtQ331\*H23NSCLC110,1820,240,60wtG12CM246IH1581NSCLC422,372747,530,05wtwtQ144\*H520NSCLC416,393,731,20wtwtW146\*DMS114NSCLC536,3736,304,33wtwtR213\*HEC1AEndometrial240,33544Undeterminedwthetero G12D[G743A](http://cancer.sanger.ac.uk/cell_lines/mutation/overview?id=10662){#ir0005}MFE296Endometrial223277116[N549K](http://cancer.sanger.ac.uk/cell_lines/mutation/overview?id=36902){#ir0010}wtC916, A659GAN3CAEndometrial232267258995[N549K, K310R](http://cancer.sanger.ac.uk/cell_lines/mutation/overview?id=36902){#ir0015}wtG1165 T, 267delC, G638AMNK45Gastric120,164750,067wtnawtSNU16Gastric2\>100Undetermined35,464UndeterminedwtwtY205FKATO IIIGastric2\>100Undetermined9236Undeterminedwtnadeleted[^2][^3]Figure 1Lucitanib *in vitro* activity (IC~50~) in lung, endometrial and gastric cancer cell lines. wt *FGFR1/2:* (☐); amplified *FGFR1:*(![](fx1.gif)); amplified *FGFR2:* (![](fx2.gif)); mutated *FGFR2:* (![](fx3.gif)). IC~50~ values have been calculated as described in Materials and Methods and are the arithmetic mean IC~50~ (μM) + SEM.Figure 1

Perturbation of the cell cycle was investigated in *FGFR1* amplified (DMS114) and non-amplified (H1299) cell lines by treating cells with corresponding lucitanib IC~50~ (1 μM and 10 μM respectively) for 4, 24, 48 and 72 hours. A G1 block starting at 24 hours and persisting up to 48 hours of treatment was observed in DMS114 cells, while a clear late S-G2/M blockade of the cell cycle in H1299 cells was observed ([Figure 2](#f0010){ref-type="fig"}, upper panel A). Both effects were more evident at twice the IC~50~ dose (data not shown). In the same experimental conditions, no apoptosis was detected by TUNEL assay ([Figure 2](#f0010){ref-type="fig"}*B*, lower panel), suggesting a cytostatic, rather than cytotoxic, effect of drug treatment in both the *FGFR1* amplified and non-amplified cells used here. Modulation of the FGFR1 pathway signaling was investigated *in vitro*. As shown in [Supplementary Figure 2](#ec0010){ref-type="supplementary-material"}, a decrease in FGFR, FRS2 and ERK phosphorylation was observed in both H1581 and SNU16 cells after 2 hours of lucitanib treatment ≥100 nM.Figure 2Cell cycle perturbation and apoptosis induced by lucitanib treatment. A. Flow cytometric analysis of DNA content during treatment with IC~50~ lucitanib dose in H1299 cells (right panel, 10 μM) and DMS114 cells (left panel, 1 μM). Upper panels show the DNA content of untreated cells ("ctrl"), while lower panels show the DNA content of cells treated with IC50 lucitanib dose for 4, 24, 48 and 72 hours. B. Flow cytometric analysis of apoptotic cells represented by biparametric PI fluorescence (DNA content) and dUTP-FITC fluorescence. Untreated and treated cells are represented as in Panel *A* at the same times and doses of treatment. Cells with DNA fragmentation induced during apoptosis are dUTP-positive (above the straight line). DNA corresponding to G~1~ (2 N) and G~2~ M (4 N) cells is indicated.Figure 2

Lucitanib Inhibits *In Vivo* Tumor Growth in Lung, Gastric and Endometrial Carcinoma Xenograft Models {#s0055}
-----------------------------------------------------------------------------------------------------

The antitumor activity of lucitanib was evaluated in mice subcutaneously implanted with *FGFR1/2* gene amplified (n = 3) and non-amplified cell lines (n = 2). Mice with established tumors were treated with 2.5, 5, 10 or 20 mg/kg QD lucitanib PO. Dose-dependent antitumor activity was observed in all the xenograft models ([Figure 3](#f0015){ref-type="fig"}), with a greater antitumor activity at higher doses ([Figure 3](#f0015){ref-type="fig"} and [Table 2](#t0010){ref-type="table"}). At the lowest dose tested (2.5 mg/kg) partial inhibition of tumor growth was observed in all models.Figure 3Lucitanib *in vivo* antitumor activity in aberrant and wt *FGFR1* or *FGFR2* lung, endometrial and gastric cancer xenografts. A Inhibition of the growth of lung tumor xenografts (upper panel: H1299 tumor xenograft (NSCLC *FGFR1* wt), middle panel: H1581 tumor xenograft (NSCLC *FGFR1* amplified), lower panel: DSM114 xenograft (SCLC *FGFR1* amplified); B Inhibition of the growth of endometrial tumor xenografts (upper panel: HEC1A *FGFR2* wt; lower panel: MFE296 (*FGFR2 N550 K*); C. Inhibition of the growth of gastric tumor xenografts (upper panel: MNK45 *FGFR2* wt; lower panel: SNU16 *FGFR2* amplified).The different xenografts were subcutaneously transplanted into nude mice as described in Material and Methods. When tumor volumes reached 200--250 mm^3^, mice were randomized to receive vehicle (□) or 2.5 (■), 5 (▲), 10 (●) and 20 (\*) mg/kg lucitanib doses administered orally, daily for 30 days. Arithmetic mean tumor volumes (+/− SEM) of 8--10 animals per group are shown.Figure 3Table 2*In vivo* Antitumor Activity of Lucitanib in the Different Xenograft ModelsTable 2Tumor (Type)*FGFR* StatusLucitanib Dose (mg/kg)Best T/C% (Day After Implant)Lung CarcinomaH1299 (NSCLC)*FGFR1* wt2.555 (38)541 (38)1028 (38)2024 (38)H1581 (NSCLC)*FGFR1* amplified2.546 (27)524 (27)1021 (27)2016 (27)DMS114 (SCLC)*FGFR1* amplified2.545 (44)520 (46)1016 (44)2012 (44)Gastric CarcinomaMNK45*FGFR2* wt2.522 (28)512 (28)1010 (32)207 (32)SNU16*FGFR2* amplified2.540 (30)532 (30)1016 (30)2014 (30)Endometrial CarcinomaHEC1A*FGFR2* wt2.529 (45)517 (47)1012 (45)2010 (49)MFE296*FGFR2* mutated2.536 (28)534 (25)1022 (30)2017 (25)[^4]

In lung xenograft models, lucitanib was preferentially active in the two *FGFR1* amplified models than in the non-amplified model ([Figure 3](#f0015){ref-type="fig"}*A* and [Table 2](#t0010){ref-type="table"}). At the 5 mg/kg dose, in H1299 non-amplified *FGFR1* xenografts, lucitanib was less active than in the H1581 and DMS114 amplified *FGFR1* xenografts, with T/C values of 41% (H1299) compared to 24% (H1581) and 20% (DMS114). The antitumor activities at 5 mg/kg for *FGFR1*-amplified models were comparable with those observed at the higher doses 10 and 20 mg/kg in the *FGFR1* non-amplified model ([Figure 3](#f0015){ref-type="fig"}*A* and [Table 2](#t0010){ref-type="table"}). No tumor regressions were observed in any of the lung xenograft models tested at any dose schedule, with the best effect observed being tumor stabilization.

In gastric and endometrial cancer models, lucitanib treatment caused a dose-dependent tumor growth inhibition in all xenografts. The antitumor activity observed in *FGFR2* non-amplified gastric xenograft model (MNK45) was comparable to the one in the one *FGFR2* amplified (SNU16) ([Figure 3](#f0015){ref-type="fig"}*C* and [Table 2](#t0010){ref-type="table"}). Similarly, lucitanib exerted a dose-dependent antitumor activity in endometrial cancer xenografts models regardless of FGFR2 mutational status ([Figure 3](#f0015){ref-type="fig"}*B*, and [Table 2](#t0010){ref-type="table"}). Tumor regressions were observed at the highest tested dose of 20 mg/kg in HEC1A and MNK45 bearing wt *FGFR2*, in 2 and 3 out of 10 mice respectively (data not shown).

Lucitanib Pharmacokinetics After Chronic Drug Treatment {#s0060}
-------------------------------------------------------

To better characterize the pharmacological properties of lucitanib, mice bearing H1299, H1581 and DMS114 lung xenografts were treated for 12 consecutive days with different doses of lucitanib. Twelve days of continuous drug treatment was predicted to achieve the steady-state plasma concentration based on previous studies (35, 36). At 4 ([Figure 4](#f0020){ref-type="fig"}, *A* and *B*) and 24 hours ([Figure 4](#f0020){ref-type="fig"}, *C* and *D*) after the last administered dose, animals were sacrificed and drug concentrations were measured in plasma and tumors. At both time points, lucitanib concentrations were similar in the different tumor models ([Supplementary Table 1](#ec0005){ref-type="supplementary-material"}), were correlated to the administered dose ([Figure 4](#f0020){ref-type="fig"}). No difference in drug levels was observed in regards to *FGFR1* amplification status ([Supplementary Table 1](#ec0005){ref-type="supplementary-material"}). The drug accumulated in tumors after repeated treatments, with tumor/plasma ratios increasing from 2.5 ± 0.7 at 4 hours to 24.8 ± 7.4 at 24 hours. Comparable plasma and tumor drug levels were found in the endometrial and gastric xenograft models ([Supplementary Figure 3](#ec0015){ref-type="supplementary-material"}).Figure 4Lucitanib plasma (A) and tumor (B) concentrations in lung xenografts. The different xenografts were subcutaneously transplanted into nude mice and when tumor volumes reached 300--400 mg, mice were daily treated for 12 days at the indicated doses. 4 hours (right panels A and B) and 24 hours (left panels A and B) after the last drug administration, animals were sacrificed and plasma and tumors taken. Drug levels were determined as specified in Materials and Methods. The mean of lucitanib concentration + SD of four different animals are shown, for mice bearing H1299 (☐); H1581 (![](fx2.gif)); DMS114 (![](fx4.gif)) xenografts, respectively.Figure 4

Discussion {#s0065}
==========

Lucitanib is a novel small molecule that selectively binds VEGFR1--3, PDGFRα/β and FGFR1--3 receptor tyrosine kinases with Kd \<100 nM in biochemical assays. Our previous data have shown that lucitanib is highly active as a single agent in diverse human tumor xenografts with antitumor activity being related to its anti-angiogenic effects [@bb0170]. In addition, a synergistic effect of the combination lucitanib plus paclitaxel was demonstrated in triple negative breast cancer human xenografts [@bb0175]. In the present study, we explored the ability of lucitanib to inhibit the FGFR pathway in different experimental systems characterized by deregulation of the pathway due to increased levels of FGFR1/2 mRNA, amplified *FGFR1*, and/or expression of mutated or amplified *FGFR2*.

Although FGFR1 has been identified as a potential driver for cell proliferation in breast and lung cancer cell lines [@bb0180], [@bb0185], it remains to be established whether *FGFR1* gene copy number is a predictive biomarker for response to FGFR1 inhibition in terms of tumor growth and survival. Data reported on NSCLC cells suggest that *FGFR1* amplification does not always predict sensitivity to FGFR1 inhibition [@bb0075]. Only the H1581 cell line, harboring a focal *FGFR1* amplification, was growth-inhibited when treated with shRNA targeting FGFR1. An association between *FGFR1* amplification and response to NVP-BGJ398, a selective pan-FGFR inhibitor, was found when a large panel of cell lines were tested [@bb0135]. However, in the same study, 54% of the over-expressing *FGFR1* mRNA cell lines were not sensitive to the drug suggesting that additional genetic alterations may play a role in FGFR dependency [@bb0135]. *FGFR1* mRNA was shown to be a better biomarker for ponatinib response in lung cancer than *FGFR1* gene copy number [@bb0190]. A discrepancy between FGFR1 amplification level and FGFR1 protein expression was reported in a panel of lung cell lines, and low FGFR1 expression was associated with resistance to the different FGFR inhibitors [@bb0195]. In the panel of cell lines used in the present study, we found an *in vitro* correlation between *FGFR1* gene copy number and *FGFR1* mRNA, and showed that lucitanib inhibition of cellular proliferation was higher in lung cancer cells harboring the higher *FGFR1* gene copies. Lucitanib mainly induced cytostatic effect in the *FGFR1*-aberrant DMS114 SCLC cell line. Drug treatment of these cells caused a clear G1 block and no induction of apoptosis. In the H1299 NSCLC cell line, wt for *FGFR1*, a late S-G2 block and no induction of apoptosis was observed, suggesting a different cytostatic mechanism. Lucitanib was also extremely active in *FGFR2* amplified or mutated cell lines with a 10-fold lower drug IC~50~ than in *FGFR2* wt cells.

The marked activity of lucitanib *in vitro* in cells where the *FGFR1/2* pathway is aberrant is consistent with the activity reported in preclinical models for other anti-FGFR compounds [@bb0120], [@bb0200]. However for lucitanib, the translation of this antitumor effect *in vivo* is complicated by the fact that the drug has a more potent inhibitory activity on VEGFRs/PDGFRs than FGFRs [@bb0170], [@bb0175] and that the VEGFRs have a direct role in tumor angiogenesis. In order to dissect the relative contribution of the inhibition of these receptors (VEGFRs and FGFRs) to the antitumor activity of lucitanib, the compound was tested at a range of doses in wt and *FGFR1* amplified lung cancer cells, in wt and mutated *FGFR2* endometrial cancer cells and in wt and *FGFR2* amplified gastric cancer cells transplanted subcutaneously into nude mice. Lucitanib showed a dose dependent antitumor activity, with activity observed even at the lowest dose tested (2.5 mg/kg). In *FGFR1* amplified xenografts lucitanib had greater antitumor activity as compared to *FGFR1* wt xenograft, especially at the 5 mg/kg dose. Pharmacokinetic analysis clearly showed that lucitanib tumor levels at 4 and 24 hours after the last dose intake following 12 days treatment were correlated to the administered dose and were comparable in wt (H1299) and amplified *FGFR1* (H1581 and DMS114) xenografts. Tumor drug concentrations at 4 hours were similar to the *in vitro* IC~50~ values for *FGFR1* wt H1299, but much higher (from 3 to 26 fold) than the IC~50~ values for *FGFR1* amplified H1581 and DMS114 tumors. Interestingly, the drug accumulated in the tumor with high tumor/plasma ratios that increased with time from 2.5 at 4 hours to 24.8 at 24 hours post-dosing. In agreement with these data, a high lucitanib tumor distribution has recently been reported in a breast cancer biopsy from a woman participating in the First in Human Study of lucitanib. After 21 days of treatment, just before the daily oral dose of 10 mg, lucitanib achieved a tumor drug concentration of 11 μM, 25 fold higher than the concomitant plasma drug concentration of 0.43 μM [@bb0165]. This clinical data and the preclinical data presented herein would suggest a high accumulation of the drug in the tumor.

Lucitanib was preferentially cytostatic *in vitro* in *FGFR2* amplified and mutated cell lines as opposed to in cell lines where FGFR2 was wild-type ([Figure 1](#f0005){ref-type="fig"}). However, the *in vivo* effect of lucitanib on tumor growth in all endometrial and gastric cancer xenograft models studied was similar, regardless of *FGFR2* status. In particular, some tumor regressions were seen in wt *FGFR2* endometrial and gastric xenograft models at the highest dose of lucitanib (20 mg/kg). Thus, in these models, the potent anti-angiogenic activity of lucitanib likely masked the effect of inhibiting FGFR2 signaling in the tumor cells.

In conclusion, the current study provides evidence that lucitanib is able to potently inhibit the FGF/FGFR pathway and FGFR-dependent tumor cell proliferation *in vitro*. Our *in vivo* data in *FGFR1* deregulated systems suggest that simultaneous inhibition of VEGF and FGF receptors in *FGFR1* dependent tumors can be therapeutically advantageous. Interestingly, while lucitanib showed enhanced inhibition of *FGFR1* amplified lung xenografts, lucitanib was highly active in all endometrial and gastric xenografts models tested, irrespective of *FGFR2* status. The role of FGFR aberrations as a predictive biomarker for response to lucitanib should be further evaluated and validated in prospective clinical studies.

The following are the supplementary data related to this article.Supplementary Figure 1*In vitro* association between FGFR aberrancies and lucitanib sensitivity in lung cancer cell lines.A. Consistency between *FGFR1* gene copy number and transcript mRNA fold increase over actin normalized HUVEC value. Pearson correlation has been calculated. B. Association of*FGFR1* gene copy number and cytotoxic activity of lucitanib in lung cancer cell lines classified in 3 classes according with their IC50, expressed in μM.\*only one cell lineImage 6Supplementary Figure 2*In vitro* modulation of FGFR pathway by lucitanib in H1581 (A) and SNU 16 (B) cell lines. Subconfluent serum starved H1581 and SNU16 cells were incubated for 2 hours in the absence (0) or in the presence of lucitanib at doses ranging from 0.3 to 3000 nM. Alternatively, total protein extracts were subjected to Western blotting to assess p-FGFR, FGFR1 (A only), FGFR2 (B only), p-FRS2, FRS2, p-ERK1/2 and ERK1/2.Supplementary Figure 2Supplementary Figure 3Lucitanib plasma (A) and tumor (B) concentrations in endometrial and gastric xenografts. Lucitanib was administered to mice daily for 12 days at the doses of 2.5,5,10 and 20 mg/kg, 4 h (right panel) and 24 hours (left panel) after the last dose intake, mice were sacrificed for plasma and tumor collection. Drug levels were determined as specified in Materials and methods. MNK45 (![](fx5.gif)); SNU16 (![](fx6.gif)) HEC1A (![](fx7.gif)) and MFE296 (![](fx8.gif)). Lucitanib concentration mean ± standard deviation of four animal per group are shown.Supplementary Figure 3Supplementary Table 1Lucitanib tumor and plasma level (μM) in lung cancer xenograft modelsSupplementary Table 1
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